. Lipophilic surface representation of fH12-13. These views corresponds to those of Figure 6A ; the most hydrophilic and lipophilic surface features are labelled according to residue. There are no extensive hydrophobic patches on the surface of either module, but CCP 12 is characterised by a scattering of exposed lipophilic side-chains.
. Representative data from sedimentation velocity AUC. The sample shown is fH10-15. The upper frame shows a series of scans across the centrifuge cell -the first scan is shown in black and subsequent scans in rainbow colours. The lowest frame shows the c(s*) distribution of sedimentation rates (coefficients) for the population of protein molecules in the cell, as extracted from the scans in the upper frame using the fitting-routine SEDFIT. The quality of the fit is evidenced (intermediate frames) by plots of the bitmap of the residuals above and the simple radial distribution of the residuals below. The area under the peak is proportional to the amount of protein, and the plot may be compared to an inverse sizeexclusion chromatogram. The presence of a single (neo-Gaussian) peak is good evidence for the existence of a single species in this sample of fH10-15. Similar plots were obtained over the range of samples analysed. Calculated molecular weights and frictional ratios (relates to the "axial ratio" of the molecule) are shown in CCPs) from a range of mammals. Orthologues were identified via a BLAST search (Altschul, 1997) against the UniProt database (Bairoch, 2005) using the NPS@ server (http://npsa-pbil.ibcp.fr/cgi-bin/npsa_automat.pl?page=/NPSA/npsa_server.html) (Combet, 2000) . Their mature sequences were subsequently aligned using ClustalX (Thompson, 1997) , subjected to minor manual editing and displayed using BOXSHADE v3.21 (http://www.ch.embnet.org/software/BOX_form.html) (black background = strictly conserved; grey background = conservatively substituted; white background = nonconserved). The modules are individually labelled and the locations of inter-modular linker amino acid residues are highlighted with red boxes. The differences in linker-lengths, and the lack of conservation, the CCP 13-CCP 14 linker is apparent in this representation. individual CCPs of known structure within the complement system based upon C α RMSD values using structural alignment program CE (Shindyalov and Bourne, 1998) . For each CCP, inclusive module boundaries were one residue before Cys I and the third residue after Cys III . In cases where structures have been solved by both NMR and X-ray diffraction, the higher resolution X-ray structure was used for comparison. Where both liganded and unliganded structures were available, the highest resolution unliganded X-ray or NMR structure was used. A few residues were missing in the crystal structure of C1r~02, and hence in this case, the structure with the most determined residues was employed for both modules.
Colour key used in table: Blue: 0 -1.99 Å; Green: 2.00 -2.99 Å; Red: 3.00 -3.99 Å; Black:
>= 4.00 Å; Brown: Alignment lengths < 40 amino acids. Abbreviations used in Table: Module 20
